Genus and Species. Sus scrofa.
Origin of Clone. Initially, a 978-bp fragment was amplified from genomic DNA using PCR primers (forward 5′-ATGCTGACCGCAGTGTTGCTGAGC-3′ and reverse 5′-CTAGGTGCGGCTGCAGGGGTTCGT-3′) designed from consensus alignment of human, bovine, and mouse DNA sequences. The PCR product was cloned into the pCR 2.1 vector (TOPO TA Cloning Kit, Invitrogen, Carlsbad, CA), and the cloned DNA fragment sent to the DNA Synthesis Facility, Iowa State University (Ames, IA), where a primer walking procedure was used to obtain the initial sequence. In order to extend the sequence in both directions, nested primers were designed from the known 978-bp sequence and used in combina- tion with a shorter arbitrary degenerate primer in a strategy known as thermal asymmetric interlaced (TAIL) PCR (Liu and Whittier, 1995) . The TAIL-PCR strategy yielded two amplicons whose respective sequences partially overlapped and extended beyond each end of the initial 978-bp segment. Finally, primers developed from each "tail-end" region (5′-GGCACATTCTCCTGTTGAGCCAG-3′ and 5′-TGGCCAGCCAATGTCGTCG-3′) and mid-region (5′-GGCAGAGGTAACAGCTCAGGGA-3′) were used to amplify two overlapping fragments defining a 1,024-bp region. For both fragments, two separate PCR amplicons were cloned into the pCR 2.1 vector, and the cloned DNA fragments were sequenced in both directions. The PCR products from genomic DNA of a second pig were sequenced directly for additional sequence verification of the 1,024-bp segment.
Sequence Data. Nucleotide sequence of the 1,024-bp segment of porcine DNA (Accession No. AF177762) is shown in Figure 1 . Exon-intron boundaries were determined by alignment with sequences published for bovine (Acc. No. AJ002025.1) and human (Shutter et al., 1997) AGRP. The sequence shown in Figure 1 includes three exons specifying the complete coding region plus two introns. An additional noncoding exon was reported for AGRP in humans by Shutter et al. (1997) . The three Comparison with related sequences. Sequence analysis predicts a 134-amino-acid protein in the pig for AGRP (Figure 2 ). Protein lengths in human, cow, and mouse have been reported as 132, 134, and 131 residues, respectively. The pig AGRP coding region nucleotide sequence had 79, 85, and 87% identity to mouse (U89484), human (Shutter et al., 1997) , and bovine (AJ002025), respectively. The putative amino acid sequence of porcine AGRP was 76, 77, and 82% similar to that of mouse, human, and bovine, respectively.
Comments. Agouti-related protein is expressed in the human and rodent hypothalamus and has been implicated in the control of feeding behavior by acting as a competitive antagonist to the binding of melanocortins (e.g., α-melanocyte-stimulating hormone) to melanocortin 4-receptor (Dinulescu and Cone, 2000) . Interestingly, a fragment of AGRP containing the cysteine-rich carboxyl terminus (residues 83 134, approximately) may retain biological activity similar to that of the fulllength protein (Rossi et al., 1998) . Sequence homology among species, including porcine, is particularly high in the cysteine-rich carboxyl terminus of the AGRP coding region. Human data indicate that the degree of withinspecies homology between AGRP and agouti is also highest in the carboxyl terminus (Shutter et al., 1997) . Because of potential effects on energy balance and feeding behavior, AGRP is a likely candidate for further analysis with respect to livestock.
